Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.004 Å; R factor = 0.051; wR factor = 0.159; data-to-parameter ratio = 12.9.
In the title hydrate, C 5 H 4 N 2 O 2 ÁH 2 O, the pyridazine ring is essentially planar, with an r.m.s. deviation of 0.0025 Å . In the crystal, O-HÁ Á ÁO and N-HÁ Á ÁO hydrogen bonds link the molecules into a one-dimensional chain.
Related literature
For the biological functions of pyridazine and its derivatives, see : Heinisch & Kopelent (1992) . For bond lengths and angles in related compounds, see: Sarkhel & Desiraju (2004) .
Experimental
Crystal data 
Data collection
Bruker SMART CCD area-detector diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.976, T max = 0.987 3981 measured reflections 1190 independent reflections 862 reflections with I > 2(I) Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: SMART (Bruker, 2004 ); cell refinement: SMART; data reduction: SAINT (Bruker, 2004 ); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL.
Supplementary data and figures for this paper are available from the IUCr electronic archives (Reference: JJ2141). (Sarkhel & Desiraju, 2004) . In the crystal, O-H···O and N-H···O hydrogen bonds (Table 1) link the molecules into a one-dimensional chain (Fig. 2 ).
Experimental
To a solid of 3-Chloro-6-methylpyridazine (5 mmol) in dry dioxane was added SeO 2 (1.5 g). The mixture was stirred for 6 h at the reflux temperature of dioxane. After evaporation of the solvent, the residue was purified by column chromatography on silica gel (ethyl acetate) to afford the title compound as a light yellow solid (497 mg, yield 70%). The title compound was recrystallized from methanol at room temperature to give the desired crystals suitable for singlecrystal X-ray diffraction.
Refinement
H1W and H2W were located by a difference map and refined isotropically. All of the remaining H atoms were positioned geometrically and treated as riding, with C-H bonding lengths constrained to 0.93 Å (aromatic CH) or 0.97 Å (methylene CH 2 ), and with U iso (H) = 1.2Ueq(C) or 1.5Ueq(methylene C).
Computing details
Data collection: SMART (Bruker, 2004 ); cell refinement: SMART (Bruker, 2004) ; data reduction: SAINT (Bruker, 2004 ); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication:
SHELXTL (Sheldrick, 2008 The molecular structure of (I), with atom labels and 50% probability displacement ellipsoids for non-H atoms. 
